At the beginning of the 20 th century, there were 21 traditional pig breeds in Italy 49 (Mascheroni 1927) , but the majority of them disappeared as a consequence of changes in 50 the use of land, the industrialisation of pig production and the massive use of highly 51 improved imported breeds that occurred from the nineteen fifties onwards. For instance, 52
The Friuli Black breed was crossed with Edelschwein and Large White pigs to an extent 53 that it became practically extinct in that decade (Porter et al. 2016) . In Northern Italy, many 54 ancient breeds have been definitively lost (e.g. Valtellina, Garlasco, Borghigiana and 55 Modenese), while in the South the number of breeds that have survived is greater though 56 several of them have an endangered or critical status (Porter et al. 2016 ). In recent times, 57 the interest about local breeds has grown because they can yield highly valued products 58 Mora Romagnola, Nero Siciliano and Sarda) that have managed to survive are still rather 62 small (Franci and Pugliese 2007) and their mitochondrial diversity appears to be reduced 63 (Scandura et al. 2008) . From a phenotypic point of view, these breeds have black or grey 64 coats, longish snouts and ears covering their eyes (Porter et al. 2016) . In this work, we 65 aimed to investigate the consequences of population decline on the mitochondrial variation 66 of several indigenous Italian pig breeds. Moreover, we were interested in comparing the 67 diversity of Italian swine and wild boars because the latter are known to harbour 68 mitochondrial haplotypes that have been found only in Italy (Giuffra et al. 2000 , Larson et 69 al. 2005 . 70
Genomic DNA was extracted from hair, skin or skeletal muscles from 35 Nero 71 region was amplified by following the protocols reported by Noce et al. (2015) . Amplified 73 products were purified with the ExoSAP kit (Thermo Scientific Company) and sequenced 74 on both directions with the BigDye Terminator v3.1 Cycle Sequencing kit (Applied 75 Biosystems) and primers reported by Noce et al. (2015) . Sequencing reactions were 76 electrophoresed in an ABI 3730 DNA analyzer (Life Technologies). Control region 77 sequences generated in this way were deposited in GenBank (accession numbers from 78 KY942150 to KY942183). In our analysis, we have also used a data set of 148 sequences 79 retrieved from GenBank and corresponding to Italian pigs and wild boars as well as to 80
Chinese and European wild boars ( Supplementary Table 1 ). 81 Besides, reductions in population size are expected to have more drastic effects on the mitochondrial than on the autosomal variation because of the lower effective size of the 97 former. We did not detect Asian haplotypes in Italian swine, a result that is consistent with 98 data presented by Clop et al. (2003) indicating that many European local breeds were 99 spared from the process of introgression with Chinese sows that took place in the United 100
Kingdom during the 18-19 th centuries. 
